We have determined the complete nucleotide sequence of the tag gene, encoding 3-methyladenine ONA glycosylase I from Escherichia coll. From the nucleotide sequence it is deduced that the tag enzyme consists of 187 amino-acids and has a calculated molecular weight of 21.1 kdaltons. The tag enzyme is unusually rich in cysteine (8 residues) with a cluster of three consecutive cysteines near the C-terminal end. The tag coded DNA glycosylase does not show significant sequence homology to the alkA coded glycosylase in spite of that both of these enzymes catalyze the release of free 3-methyladenine from alkylated DNA.
INTRODUCTION
 Trp   TTT  TTC  TTA  TTG   TCT  TCC  TCA  TCG*   TAT  TAC  TAA  TAG   TGT  TGC  TGA  TGG   7  2  1 
1).
The alkA composition is more similar to ada which may relate to both being part of the adaptive response system.
The codon usage of the tag protein (Table 2) than was found in comparisons with other non-related proteins. Two regions were detected in which a minimum of 7 amino-acids were identical, one in a range of 15, the other in a range of 18 consecutive aminoacids (see Fig. 3 ).
Four homologous triplets were found, no quadruplets, nor any pentapeptides with only one mismatch (data not shown).
Kyte and Doolitle (26) have deviced a method for displaying the profile of the hydrophobic and hydrophilic regions of proteins based on amino-acid sequence. Each amino-acid is given a value for its hydrophilic character (hydropathy values) and the average value calculated in a window of 7 amino-acids. We have applied this method to analyze the hydrophilic characters of TagI and Tagil (Fig. 4 ). It appears that TagI in general has a more hydrophilic character than Tagil and also has larger variations between hydrophilic and hydrophobic regions. It is notable that one of the regions with some homology occurs in a hydrophobic region for both proteins, while the other region occurs where the hydropathy profile scatters around zero value. Prediction of protein secondary structures by the Chou and Fasman method (27) indicates that for both proteins a structural change between P-turn and a-helix occurs within region I, while the entire region II for both proteins is in a-helix structure. Further work is needed to see if either of these regions is part of the active sites for the enzymes. *To whom correspondence should be addressed
